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<210> 1 

<211> 659 

<212> PRT 

<213> Homo sapiens 

<400> 1 

Met Ala Ala Val lie Leu Glu Ser lie Phe Leu Lys Arg Ser Gin Gin 
15 10 15 


Lys Lys Lys Thr Ser Pro Leu Asn Phe Lys Lys Arg Leu Phe Leu Leu 
20 25 30 


Thr Val His Lys Leu Ser Tyr Tyr Glu Tyr Asp Phe Glu Arg Gly Arg 
35 40 45 


Arg Gly Ser Lys Lys Gly Ser lie Asp Val Glu Lys lie Thr Cys Val 
50 55 60 


Glu Thr Val Val Pro Glu Lys Asn Pro Pro Pro Glu Arg Gin lie Pro 
65 70 75 80 


Arg Arg Gly Glu Glu Ser Ser Glu Met Glu Gin lie Ser lie lie Glu 
85 90 95 


Arg Phe Pro Tyr Pro Phe Gin Val Val Tyr Asp Glu Gly Pro Leu Tyr 
100 105 110 


Val Phe Ser Pro Thr Glu Glu Leu Arg Lys Arg Trp lie His Gin Leu 

1 


115 


120 


125 


Lys Asn Val lie Arg Tyr Asn Ser Asp Leu Val Gin Lys Tyr His Pro 
130 135 140 


Cys Phe Trp lie Asp Gly Gin Tyr Leu Cys Cys Ser Gin Thr Ala Lys 
145 150 155 160 


Asn Ala Met Gly Cys Gin lie Leu Glu Asn Arg Asn Gly Ser Leu Lys 
165 170 175 


Pro Gly Ser Ser His Arg Lys Thr Lys Lys Pro Leu Pro Pro Thr Pro 
180 185 190 


Glu Glu Asp Gin lie Leu Lys Lys Pro Leu Pro Pro Glu Pro Ala Ala 
195 200 205 


Ala Pro Val Ser Thr Ser Glu Leu Lys Lys Val Val Ala Leu Tyr Asp 
210 215 220 


Tyr Met Pro Met Asn Ala Asn Asp Leu Gin Leu Arg Lys Gly Asp Glu 
225 230 235 240 


Tyr Phe lie Leu Glu Glu Ser Asn Leu Pro Trp Trp Arg Ala Arg Asp 
245 250 255 


Lys Asn Gly Gin Glu Gly Tyr lie Pro Ser Asn Tyr Val Thr Glu Ala 
260 265 270 


Glu Asp Ser lie Glu Met Tyr Glu Trp Tyr Ser Lys His Met Thr Arg 
275 280 285 


Ser Gin Ala Glu Gin Leu Leu Lys Gin Glu Gly Lys Glu Gly Gly Phe 
290 295 300 


lie Val Arg Asp Ser Ser Lys Ala Gly Lys Tyr Thr Val Ser Val Phe 
305 310 315 320 


Ala Lys Ser Thr Gly Asp Pro Gin Gly Val lie Arg His Tyr Val Val 
325 330 335 


Cys Ser Thr Pro Gin Ser Gin Tyr Tyr Leu Ala Glu Lys His Leu Phe 
340 345 350 


Ser Thr lie Pro Glu Leu lie Asn Tyr His Gin His Asn Ser Ala Gly 

2 


355 


360 


365 


Leu lie Ser Arg Leu Lys Tyr Pro Val Ser Gin Gin Asn Lys Asn Ala 
370 375 380 


Pro Ser Thr Ala Gly Leu Gly Tyr Gly Ser Trp Glu lie Asp Pro Lys 
385 390 395 400 


Asp Leu Thr Phe Leu Lys Glu Leu Gly Thr Gly Gin Phe Gly Val Val 
405 410 415 


Lys Tyr Gly Lys Trp Arg Gly Gin Tyr Asp Val Ala lie Lys Met lie 
420 425 430 


Lys Glu Gly Ser Met Ser Glu Asp Glu Phe lie Glu Glu Ala Lys Val 
435 440 445 


Met Met Asn Leu Ser His Glu Lys Leu Val Gin Leu Tyr Gly Val Cys 
450 455 460 


Thr Lys Gin Arg Pro lie Phe lie lie Thr Glu Tyr Met Ala Asn Gly 
465 470 475 480 


Cys Leu Leu Asn Tyr Leu Arg Glu Met Arg His Arg Phe Gin Thr Gin 
485 490 495 


Gin Leu Leu Glu Met Cys Lys Asp Val Cys Glu Ala Met Glu Tyr Leu 
500 505 510 


Glu Ser Lys Gin Phe Leu His Arg Asp Leu Ala Ala Arg Asn Cys Leu 
515 520 525 


Val Asn Asp Gin Gly Val Val Lys Val Ser Asp Phe Gly Leu Ser Arg 
530 535 - 540 


Tyr Val Leu Asp Asp Glu Tyr Thr Ser Ser Val Gly Ser Lys Phe Pro 
545 550 555 560 


Val Arg Trp Ser Pro Pro Glu Val Leu Met Tyr Ser Lys Phe Ser Ser 
565 570 575 


Lys Ser Asp lie Trp Ala Phe Gly Val Leu Met Trp Glu lie Tyr Ser 
580 585 590 


Leu Gly Lys Met Pro Tyr Glu Arg Phe Thr Asn Ser Glu Thr Ala Glu 

3 


595 


600 


605 


His lie Ala Gin Gly Leu Arg Leu Tyr Arg Pro His Leu Ala Ser Glu 
610 615 620 


Lys Val Tyr Thr lie Met Tyr Ser Cys Trp His Glu Lys Ala Asp Glu 
625 630 635 640 


Arg Pro Thr Phe Lys lie Leu Leu Ser Asn lie Leu Asp Val Met Asp 
645 650 655 


Glu Glu Ser 


<210> 2 

<211> 659 

<212> PRT 

<213> Murine 

<400> 2 

Met Ala Ala Val lie Leu Glu Ser lie Phe Leu Lys Arg Ser Gin Gin 
15 10 15 


Lys Lys Lys Thr Ser Pro Leu Asn Phe Lys Lys Arg Leu Phe Leu Leu 
20 25 30 


Thr Val His Lys Leu Ser Tyr Tyr Glu Tyr Asp Phe Glu Arg Gly Arg 
35 40 45 


Arg Gly Ser Lys Lys Gly Ser lie Asp Val Glu Lys lie Thr Cys Val 
50 55 60 


Glu Thr Val lie Pro Glu Lys Asn Pro Pro Pro Glu Arg Gin lie Pro 
65 70 75 80 


Arg Arg Gly Glu Glu Ser Ser Glu Met Glu Gin lie Ser lie lie Glu 
85 90 95 


Arg Phe Pro Tyr Pro Phe Gin Val Val Tyr Asp Glu Gly Pro Leu Tyr 
100 105 110 


Val Phe Ser Pro Thr Glu Glu Leu Arg Lys Pro Trp lie His Gin Leu 
115 120 125 


Lys Asn Val lie Arg Tyr Asn Ser Asp Leu Val Gin Lys Tyr His Pro 
130 135 140 


4 


Cys Phe Trp lie Asp Gly Gin Tyr Leu Cys Cys Ser Gin Thr Ala Lys 
145 150 155 160 


Asn Ala Met Gly Cys Gin lie Leu Glu Asn Arg Asn Gly Ser Leu Lys 
165 170 175 


Pro Gly Ser Ser His Arg Lys Thr Lys Lys Pro Leu Pro Pro Thr Pro 
180 185 190 


Glu Glu Asp Gin lie Leu Lys Lys Pro Leu Pro Pro Glu Pro Thr Ala 
195 200 205 


Ala Pro lie Ser Thr Thr Glu Leu Lys Lys Val Val Ala Leu Tyr Asp 
210 215 220 


Tyr Met Pro Met Asn Ala Asn Asp Leu Gin Leu Arg Lys Gly Glu Glu 
225 230 235 240 


Tyr Phe lie Leu Glu Glu Ser Asn Leu Pro Trp Trp Arg Ala Arg Asp 
245 250 255 


Lys Asn Gly Gin Glu Gly Tyr lie Pro Ser Asn Tyr lie Thr Glu Ala 
260 265 270 


Glu Asp Ser lie Glu Met Tyr Glu Trp Tyr Ser Lys His Met Thr Arg 
275 280 285 


Ser Gin Ala Glu Gin Leu Leu Lys Gin Glu Gly Lys Glu Gly Gly Phe 
290 295 300 


lie Val Arg Asp Ser Ser Lys Ala Gly Lys Tyr Thr Val Ser Val Phe 
305 310 315 320 


Ala Lys Ser Thr Gly Glu Pro Gin Gly Val He Arg His Tyr Val Val 
325 330 335 


Cys Ser Thr Pro Gin Ser Gin Tyr Tyr Leu Ala Glu Lys His Leu Phe 
340 345 350 


Ser Thr He Pro Glu Leu He Asn Tyr His Gin His Asn Ser Ala Gly 
355 360 365 


Leu He Ser Arg Leu Lys Tyr Pro Val Ser Lys Gin Asn Lys Asn Ala 
370 375 380 


5 


Pro Ser Thr Ala Gly Leu Gly Tyr Gly Ser Trp Glu lie Asp Pro Lys 
385 390 395 400 


Asp Leu Thr Phe Leu Lys Glu Leu Gly Thr Gly Gin Phe Gly Val Val 
405 410 415 


Lys Tyr Gly Lys Trp Arg Gly Gin Tyr Asp Val Ala lie Lys Met lie 
420 425 430 


Arg Glu Gly Ser Met Ser Glu Asp Glu Phe lie Glu Glu Ala Lys Val 
435 440 445 


Met Met Asn Leu Ser His Glu Lys Leu Val Gin Leu Tyr Gly Val Cys 
450 455 460 


Thr Lys Gin Arg Pro lie Phe lie lie Thr Glu Tyr Met Ala Asn Gly 
465 470 475 480 


Cys Leu Leu Asn Tyr Leu Arg Glu Met Arg His Arg Phe Gin Thr Gin 
485 490 495 


Gin Leu Leu Glu Met Cys Lys Asp Val Cys Glu Ala Met Glu Tyr Leu 
500 505 510 


Glu Ser Lys Gin Phe Leu His Arg Asp Leu Ala Ala Arg Asn Cys Leu 
515 520 525 


Val Asn Asp Gin Gly Val Val Lys Val Ser Asp Phe Gly Leu Ser Arg 
530 535 540 


Tyr Val Leu Asp Asp Glu Tyr Thr Ser Ser Val Gly Ser Lys Phe Pro 
545 550 555 560 


Val Arg Trp Ser Pro Pro Glu Val Leu Met Tyr Ser Lys Phe Ser Ser 
565 570 575 


Lys Ser Asp lie Trp Ala Phe Gly Val Leu Met Trp Glu lie Tyr Ser 
580 585 590 


Leu Gly Lys Met Pro Tyr Glu Arg Phe Thr Asn Ser Glu Thr Ala Glu 
595 600 605 


His He Ala Gin Gly Leu Arg Leu Tyr Arg Pro His Leu Ala Ser Glu 
610 615 620 

6 


Arg Val Tyr Thr lie Met Tyr Ser Cys Trp His Glu Lys Ala Asp Glu 
625 630 635 640 


Arg Pro Ser Phe Lys lie Leu Leu Ser Asn lie Leu Asp Val Met Asp 
645 650 655 


Glu Glu Ser 


<210> 3 

<211> 263 

<212> PRT 

<213> Homo sapiens 

<400> 3 

lie Asp Pro Lys Asp Leu Thr Phe Leu Lys Glu Leu Gly Thr Gly Gin 
15 10 15 


Phe Gly Val Val Lys Tyr Gly Lys Trp Arg Gly Gin Tyr Asp Val Ala 
20 25 30 


lie Lys Met lie Lys Glu Gly Ser Met Ser Glu Asp Glu Phe lie Glu 
35 40 45 


Glu Ala Lys Val Met Met Asn Leu Ser His Glu Lys Leu Val Gin Leu 
50 55 60 


Tyr Gly Val Cys Thr Lys Gin Arg Pro lie Phe lie lie Thr Glu Tyr 
65 70 75 80 


Met Ala Asn Gly Cys Leu Leu Asn Tyr Leu Arg Glu Met Arg His Arg 
85 90 95 


Phe Gin Thr Gin Gin Leu Leu Glu Met Cys Lys Asp Val Cys Glu Ala 
100 105 110 


Met Glu Tyr Leu Glu Ser Lys Gin Phe Leu His Arg Asp Leu Ala Ala 
115 120 125 


Arg Asn Cys Leu Val Asn Asp Gin Gly Val Val Lys Val Ser Asp Phe 
130 135 140 


Gly Leu Ser Arg Tyr Val Leu Asp Asp Glu Tyr Thr Ser Ser Val Gly 
145 150 155 160 


7 


Ser Lys Phe Pro Val Arg Trp Ser Pro Pro Glu Val Leu Met Tyr Ser 
165 170 175 


Lys Phe Ser Ser Lys Ser Asp lie Trp Ala Phe Gly Val Leu Met Trp 
180 185 190 


Glu lie Tyr Ser Leu Gly Lys Met Pro Tyr Glu Arg Phe Thr Asn Ser 
195 200 205 


Glu Thr Ala Glu His lie Ala Gin Gly Leu Arg Leu Tyr Arg Pro His 
210 215 220 


Leu Ala Ser Glu Lys Val Tyr Thr lie Met Tyr Ser Cys Trp His Glu 
225 230 235 240 


Lys Ala Asp Glu Arg Pro Thr Phe Lys lie Leu Leu Ser Asn lie Leu 
245 250 255 


Asp Val Met Asp Glu Glu Ser 
260 


<210> 4 

<211> 263 

<212> PRT 

<213> Murine 

<400> 4 

lie Asp Pro Lys Asp Leu Thr Phe Leu Lys Glu Leu Gly Thr Gly Gin 
15 10 15 


Phe Gly Val Val Lys Tyr Gly Lys Trp Arg Gly Gin Tyr Asp Val Ala 
20 25 30 


lie Lys Met lie Arg Glu Gly Ser Met Ser Glu Asp Glu Phe lie Glu 
35 40 45 


Glu Ala Lys Val Met Met Asn Leu Ser His Glu Lys Leu Val Gin Leu 
50 55 60 


Tyr Gly Val Cys Thr Lys Gin Arg Pro lie Phe lie lie Thr Glu Tyr 
65 70 75 80 


Met Ala Asn Gly Cys Leu Leu Asn Tyr Leu Arg Glu Met Arg His Arg 
85 90 95 


8 


Phe Gin Thr Gin Gin Leu Leu Glu Met Cys Lys Asp Val Cys Glu Ala 
100 105 110 


Met Glu Tyr Leu Glu Ser Lys Gin Phe Leu His Arg Asp Leu Ala Ala 
115 120 125 


Arg Asn Cys Leu Val Asn Asp Gin Gly Val Val Lys Val Ser Asp Phe 
130 135 140 


Gly Leu Ser Arg Tyr Val Leu Asp Asp Glu Tyr Thr Ser Ser Val Gly 
145 150 155 160 


Ser Lys Phe Pro Val Arg Trp Ser Pro Pro Glu Val Leu Met Tyr Ser 
165 170 175 


Lys Phe Ser Ser Lys Ser Asp lie Trp Ala Phe Gly Val Leu Met Trp 
180 185 190 


Glu lie Tyr Ser Leu Gly Lys Met Pro Tyr Glu Arg Phe Thr Asn Ser 
195 200 205 


Glu Thr Ala Glu His lie Ala Gin Gly Leu Arg Leu Tyr Arg Pro His 
210 215 220 


Leu Ala Ser Glu Arg Val Tyr Thr lie Met Tyr Ser Cys Trp His Glu 
225 230 235 240 


Lys Ala Asp Glu Arg Pro Ser Phe Lys lie Leu Leu Ser Asn lie Leu 
245 250 255 


Asp Val Met Asp Glu Glu Ser 
260 


<210> 5 

<211> 2591 

<212> DNA 

<213> Homo sapiens 

<400> 5 


ctcagactgt 

ccttcctctc 

tggactgtaa 

gaatatgtct 

ccagggccag 

tgtctgctgc 

60 

gatcgagtcc 

caccttccaa 

gtcctggcat 

ctcaatgcat 

ctgggaagct 

acctgcatta 

120 

agtcaggact 

gagcacacag 

gtgaactcca 

gaaagaagaa 

gctatggccg 

cagtgattct 

180 

ggagagcatc 

tttctgaagc 

gatcccaaca 

gaaaaagaaa 

acatcacctc 

taaacttcaa 

240 

gaagcgcctg 

tttctcttga 

ccgtgcacaa 

actctcctac 

tatgagtatg actttgaacg 

300 


9 



cracaatiaaoa 

agggttcaat 

agatgttgag 

aagatcactti 

gtgttgaaac 

360 

aataattcct 

gaaaaaaatc 

cticctccaga 

aagacagatzt 

c cgagaagag 

gtgaagagtc 

420 


gagcaaattt 

caatcattga 

aaggttccct 

tatcccttcc 

aggttgtata 

480 

taataaaacTQ 

cctctctacg 

tcttctcccc 

aactgaagaa 

ctaaggaagc 

qqtqqattca 

540 

ccagctcaaa 

aacgtaatcc 

ggtacaacag 

tgatctggtt 

cagaaatatc 

acccttgctt 

600 

ctggatcgat 

qqacaQtatc 

tctgctgctc 

tcagacagcc 

aaaaatgcta 

tgggctgcca 

660 

aattttggag 

aacaggaatg 

gaagcttaaa 

acctgggagt 

tctcaccgga 

agacaaaaaa 

720 

gcctcttccc 

ccaacgcctg 

aaaaqqac c a 

^ j3 3 **3 3 w »■* 

gatcttgaaa 

aagccactac 

cgcctgagcc 

780 

agcagcagca 

ccagtctcca 

caagtgagct 

gaaaaaggtt 

gtggcccttt 

atgattacat 

840 

gccaatgaat 

gcaaatgatc 

tacagctgcg 

QaaqqqtQat 

3'-*-»-333 ^3«-* ^- 

gaatatttta 

tcttggagga 

900 

aagcaactta 

ccatqataqa 

gagcacgaga 

taaaaatggg 

caggaaggct 

acattcctag 

960 

taactatgtc 

actgaagcag 

aagactccat 

agaaatgtat 

qaqtqqtatt 

ccaaacacat 

1020 

era c t c crcracr t 

caqqcbqaqc 

aactgctaaa 

qcaaqaqqoq 

3 ****3 ^3 3 3 3 

aaagaaggag 

gtttcattgt 

1080 

cagagactcc 

agcaaagctg 

gcaaatatac 

aqtqtctqtq 

tttgctaaat 

ccacagggga 

1140 

ccctcaaggg 

gtgatacgtc 

attatgttgt 

gtgttccaca 

cctcagagcc 

agtattacct 

1200 

ggctgagaag 

caccttttca 

gcaccatccc 

tgagctcatt 

aactaccatc 

agcacaactic 

1260 

tgcaggactc 

atatccaggc 

tcaaatatcc 

agtgtctcaa 

caaaacaaga 

atgcaccttc 

1320 

cactgcaggc 

ctqqqatacq 

gat:catggga 

aattgatcca 

aaggacctga 

ccttcttgaa 

1380 

qqacrc t qqciq 

actggacaat 

ttqqqqtaqt 

qaaqtatqqq 

3'***3 ^**^333 

aaatggagag 

gccagtacga 

1440 

cgtggccatc 

aagatgatca 

aagaaggc t c 

catgtctgaa 

gatgaattca 

t tgaagaagc 

1500 

caaagtcatg 

atgaatcttt 

cccatgagaa 

gctggtgcag 

ttgtatggcg 

tctacaccaa 

1560 

gcagcgcccc 

atcttcatca 

tcactgagta 

catggccaat 

ggctgcctcc 

tcraactacct 

1620 

aacTQQacrata 

cgccaccgct 

tccagactca 

acaactacta 

aaaatataca 

aaaatcrtcta 

1680 

tgaagccatg 

gaatacctgg 

agtcaaagca 

ottccttcac 

coaaacctaa 

caactcaaaa 

1740 

ctcrtttcrata 

aacgatcaag 

oaottcttaa 

actatctaat 

ttcacrcctat 

ccaaatatat 

^ \« 33 ^3 ^ 

1800 

cctggatgat 

gaat^acacaa 

ac tcaafcaaa 

ctccaaattt 

ccaatccaat" 

V* W t* L» w >^ ^ 


1860 

ggaagtcctg 

atgtatagca 

agttcagcag 

caaatctgac 

atttgggctt 

ttggggtttt 

1920 

gatgtgggaa 

atttactccc 

tggggaagat 

gccatatgag 

agatttacta 

acagtgagac 

1980 

tgctgaacac 

attgcccaag 

gcctacgtct 

ctacaggcct 

catctggctt 

cagagaaggt 

2040 

atataccatc 

atgtacagtt 

gttggcatga 

gaaagcagat 

gagcgtccca 

ctttcaaaat 

2100 


10 


tcttctoaQC 

aatattctag 

atgtcatgga 

tgaagaatcc 

tgagctcgcc 

aataagcttc 

2160 

ttggttctac 

ttctcttctc 

cacaagcccc 

aatttcactt 

tctcagagga 

aatcccaagc 

2220 

ttaggagccc 

tggagccttt 

gtgctcccac 

tcaatacaaa 

aaggcccctc 

tctacatctg 

2280 

gggatgcacc 

tcttctttga 

ttccctggga 

tagtggcttc 

tgagcaaagg 

ccaaaaaatt 

2340 

attgtgcctg 

aaatttcccg 

agagaattaa 

gacagactga 

atttgcgatg 

aaaatatttt 

2400 

ttaggaggga 

ggatgtaaat 

agccgcacaa 

aggggtccaa 

cagctctttg 

agtaggcatt 

2460 

tggtagagct 

tgggggtgtg 

tgtgtggggg 

tggaccgaat 

ttggcaagaa 

tgaaatggtg 

2520 

tcataaagat 

gggaggggag 

ggtgttttga 

taaaataaat 

tctagaaagc 

ttaaaaaaaa 

2580 

aaaaaaaaaa 

a 





2591 

<210> 6 
<211> 2485 
<212> DNA 
<213> Murine 






<400> 6 
taagaatatg 

tctccaggtc 

cagagtcttc 

agagatcaag 

tcccaccttc 

caagtcctgg 

60 

catctcacga 

cgtctgggga 

gctacctgca 

ttaagtcaga 

actgagtaca 

caaacaagtt 

120 

ccagagagag 

gaagccatgg 

ctgcagtgat 

actggagagc 

atctttctga 

agcgctccca 

180 

gcagaaaaag 

aaaacatcac 

ctttaaactt 

caagaagcgc 

ctgtttctct 

tgactgtaca 

240 

caaactttca 

tactatgaat 

atgactttga 

acgtgggaga 

agaggcagta 

agaaaggttc 

300 

aatagatgtt 

gagaagatca 

cctgtgttga 

aacagtaatt 

cctgaaaaaa 

atcccccacc 

360 

agaaagacag 

attccgagga 

gaggtgagga 

gtctagtgaa 

atggaacaga 

tttcaatcat 

420 

tgaaaggttc 

ccgtacccat 

tccaggttgt 

atatgatgaa 

ggacctctct 

atgttttctc 

480 

cccaactgaa 

gagctgagaa 

agccgtggat 

tcaccagctc 

aaaaatgtaa 

tccggtacaa 

540 

tagtgacctg 

gtacagaaat 

accatccttg 

cttctggatt 

gatggacagt 

atctctgctg 

600 

ctctcagaca 

gccaagaatg 

ctatgggctg 

ccaaattttg 

gagaacagga 

atggaagctt 

660 

aaaacctggg 

agttctcatc 

gaaaaacgaa 

aaagcctctt 

ccccctaccc 

cagaggaaga 

720 

tcagatcttg 

aaaaaaccgc 

ttcccccgga 

gccaacagca 

gcaccaatct 

ccacaaccga 

780 

gctgaaaaag 

gtcgtggccc 

tttatgatta 

catgccaatg 

aacgcaaatg 

acttacaatt 

840 

gcgaaagggc 

gaggagtatt 

ttatcctgga 

ggagagcaac 

ctaccgtggt 

ggcgagcacg 

900 

agataaaaat 

gggcaggaag 

gctacatccc 

aagtaactat 

atcactgaag 

ctgaggactc 

960 

catagagatg 

tatgagtggt 

attccaagca 

catgactcga 

agtcaagctg 

agcaactgct 

1020 

aaagcaagag 

gggaaagaag 

gaggtttcat 

tgtcagagac 
11 

tccagcaaag 

ctggaaaata 

1080 


caccgtgtct 

gtgtttgcta 

aatctactgg 

ggagcctcaa 

ggggtgatcc 

gccattacgt 

1140 

tgtgtgttcc 

acgccacaga 

gccagtatta 

cctggctgag 

aaacacctct 

tcagcaccat 

1200 

ccctgagctc 

attaactacc 

atcaacacaa 

ctctgcaggc 

ctcatatcca 

ggctgaaata 

1260 

tcctgtgtct 

aaacaaaaca 

aaaacgcgcc 

ttctactgca 

ggcctgggct 

atggatcatg 

1320 

ggaaattgat 

ccaaaggacc 

tcaccttctt 

gaaggagctt 

gggactggac 

aattcggtgt 

1380 

cgtgaaatat 

gggaagtgga 

ggggccaata 

tgatgtggcc 

atcaagatga 

tcagagaagg 

1440 

ttccatgtcg 

gaggatgaat 

tcattgaaga 

agccaaagtc 

atgatgaatc 

tttcccatga 

1500 

gaagctggtg 

cagttgtatg 

gcgtctgcac 

caaacaacgc 

cccatcttca 

tcatcaccga 

1560 

gtacatggct 

aatggctgcc 

tcttgaacta 

cctgagggag 

atgcggcacc 

gcttccagac 

1620 

acagcagctg 

cttgagatgt 

gcaaagatgt 

ctgtgaagca 

atggaatact 

tggagtcgaa 

1680 

gcagttcctt 

cacagagacc 

tggcagctcg 

aaactgtttg 

gtaaacgatc 

aaggagttgt 

1740 

gaaagtatct 

gactttggcc 

tgtctaggta 

tgtccttgat 

gatgagtaca 

ccagctctgt 

1800 

aggctccaag 

tttccagttc 

ggtggtctcc 

accagaagtg 

cttatgtata 

gcaagttcag 

1860 

cagcaaatct 

gacatctggg 

cttttggggt 

tttaatgtgg 

gagatctact 

ccctggggaa 

1920 

gatgccgtat 

gagagattta 

ctaacagtga 

gacagcagaa 

cacattgctc 

aaggcttacg 

1980 

tctctacagg 

cctcatctgg 

catcagagag 

ggtatatacc 

atcatgtaca 

gctgctggca 

2040 

cgagaaagca 

gatgaacgtc 

ctagtttcaa 

aattctcttg 

agtaacattc 

tagatgtgat 

2100 

ggatgaagaa 

tcctgagctg 

gctcctaacc 

tccgtggatc 

tcctcctctc 

tcctacaaaa 

2160 

cctaattcca 

tgtttcctga 

ggagttccct 

ggctgcaggg 

ctctagcttc 

catgcgccta 

2220 

ctgaatgcat 

caagagccct 

ggacatctag 

gaatgccttt 

cttctctcgt 

tccctggcat 

2280 

actgctctaa 

gcaaaggtca 

agggatttct 

gtgcctagta 

ttacccataa 

cttcaagact 

2340 

ccaacagact 

gaattgggga 

tgggaacact 

ttgggggagg 

gaaaactgta 

aatagctcac 

2400 

tagttgtcaa 

cagcttgttg 

ttagtgttaa 

gagtgtgtgt 

gtgggggtag 

gaatgtgcat 

2460 

aaatggtgtt 

gtaactaata 

tgaag 




2485 


<210> 7 

<211> 659 

<212> PRT 

<213> Homo sapiens 

<400> 7 

Met Ala Ala Val lie Leu Glu Ser lie Phe Leu Lys Arg Ser Gin Gin 
15 10 15 


12 


Lys Lys Lys Thr Ser Pro Leu Asn Phe Lys Lys Arg Leu Phe Leu Leu 
20 25 30 


Thr Val His Lys Leu Ser Tyr Tyr Glu Tyr Asp Phe Glu Arg Gly Arg 
35 40 45 


Arg Gly Ser Lys Lys Gly Ser lie Asp Val Glu Lys lie Thr Cys Val 
50 55 60 


Glu Thr Val Val Pro Glu Lys Asn Pro Pro Pro Glu Arg Gin lie Pro 
65 70 75 80 


Arg Arg Gly Glu Glu Ser Ser Glu Met Glu Gin lie Ser lie lie Glu 
85 90 95 


Arg Phe Pro Tyr Pro Phe Gin Val Val Tyr Asp Glu Gly Pro Leu Tyr 
100 105 110 


Val Phe Ser Pro Thr Glu Glu Leu Arg Lys Arg Trp lie His Gin Leu 
115 120 125 


Lys Asn Val lie Arg Tyr Asn Ser Asp Leu Val Gin Lys Tyr His Pro 
130 135 140 


Cys Phe Trp lie Asp Gly Gin Tyr Leu Cys Cys Ser Gin Thr Ala Lys 
145 150 155 160 


Asn Ala Met Gly Cys Gin lie Leu Glu Asn Arg Asn Gly Ser Leu Lys 
165 170 175 


Pro Gly Ser Ser His Arg Lys Thr Lys Lys Pro Leu Pro Pro Thr Pro 
180 185 190 


Glu Glu Asp Gin lie Leu Lys Lys Pro Leu Pro Pro Glu Pro Ala Ala 
195 200 205 


Ala Pro Val Ser Thr Ser Glu Leu Lys Lys Val Val Ala Leu Tyr Asp 
210 215 220 


Tyr Met Pro Met Asn Ala Asn Asp Leu Gin Leu Arg Lys Gly Asp Glu 
225 230 235 240 


Tyr Phe lie Leu Glu Glu Ser Asn Leu Pro Trp Trp Arg Ala Arg Asp 
245 250 255 


13 


Lys Asn Gly Gin Glu Gly Tyr lie Pro Ser Asn Tyr Val Thr Glu Ala 
260 265 270 


Glu Asp Ser lie Glu Met Tyr Glu Trp Tyr Ser Lys His Met Thr Arg 
275 280 285 


Ser Gin Ala Glu Gin Leu Leu Lys Gin Glu Gly Lys Glu Gly Gly Phe 
290 295 300 


lie Val Arg Asp Ser Ser Lys Ala Gly Lys Tyr Thr Val Ser Val Phe 
305 310 315 320 


Ala Lys Ser Thr Gly Asp Pro Gin Gly Val lie Arg His Tyr Val Val 
325 330 335 


Cys Ser Thr Pro Gin Ser Gin Tyr Tyr Leu Ala Glu Lys His Leu Phe 
340 345 350 


Ser Thr lie Pro Glu Leu lie Asn Tyr His Gin His Asn Ser Ala Gly 
355 360 365 


Leu lie Ser Arg Leu Lys Tyr Pro Val Ser Gin Gin Asn Lys Asn Ala 
370 375 380 


Pro Ser Thr Ala Gly Leu Gly Tyr Gly Ser Trp Glu lie Asp Pro Lys 
385 390 395 400 


Asp Leu Thr Phe Leu Lys Glu Leu Gly Thr Gly Gin Phe Gly Val Val 
405 410 415 


Lys Tyr Gly Lys Trp Arg Gly Gin Tyr Asp Val Ala lie Lys Met lie 
420 425 430 


Lys Glu Gly Ser Met Ser Glu Asp Glu Phe lie Glu Glu Ala Lys Val 
435 440 445 


Met Met Asn Leu Ser His Glu Lys Leu Val Gin Leu Tyr Gly Val Cys 
450 455 460 


Thr Lys Gin Arg Pro lie Phe lie lie Thr Glu Tyr Met Ala Asn Gly 
465 470 475 480 


Cys Leu Leu Asn Tyr Leu Arg Glu Met Arg His Arg Phe Gin Thr Gin 
485 490 495 
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Gin Leu Leu Glu Met Cys Lys Asp Val Cys Glu Ala Met Glu Tyr Leu 
500 505 510 


Glu Ser Lys Gin Phe Leu His Arg Asp Leu Ala Ala Arg Asn Cys Leu 
515 520 525 


Val Asn Asp Gin Gly Val Val Lys Val Ser Asp Phe Gly Leu Ser Arg 
530 535 540 


Tyr Val Leu Asp Asp Glu Tyr Thr Ser Ser Val Gly Ser Lys Phe Pro 
545 550 555 560 


Val Arg Trp Ser Pro Pro Glu Val Leu Met Tyr Ser Lys Phe Ser Ser 
565 570 575 


Lys Ser Asp lie Trp Ala Phe Gly Val Leu Met Trp Glu lie Tyr Ser 
580 585 590 


Leu Gly Lys Met Pro Tyr Glu Arg Phe Thr Asn Ser Glu Thr Ala Glu 
595 600 605 


His lie Ala Gin Gly Leu Arg Leu Tyr Arg Pro His Leu Ala Ser Glu 
610 615 620 


Lys Val Tyr Thr lie Met Tyr Ser Cys Trp His Glu Lys Ala Asp Glu 
625 630 635 640 


Arg Pro Thr Phe Lys lie Leu Leu Ser Asn lie Leu Asp Val Met Asp 
645 650 655 


Glu Glu Ser 
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